Yaoundé, Cameroon, displayed phenotypic resistance to several antibiotic classes (Table 1) . This isolate was assigned to sequence type (ST) 39 with 100% identity among the seven housekeeping genes. In silico analysis using ResFinder with 90% identity as threshold corroborated the phenotypic resistance and revealed several genes encoding for resistance to betalactams (bla CTX-M-15 , bla SCO-1 , bla and bla TEM-1B ), aminoglycosides (aac(3)-IIa and aadA1), fluoroquinolones (oqxA and oqxB), fosfomycin (fosA), tetracyclines (tet(A)) and sulphonamides (sul1 and dfrA15) ( Table 1) . It additionally harboured one replicon (colRNAI) along with two plasmid incompatibility groups, namely IncFIB(K) and IncHI1B.
ESBL-producing K. pneumoniae ST39 strains have been associated with severe outbreak situations and nosocomial infections worldwide, although there is limited information on their evolutionary emergence in the developing world. Our findings concur with a recent study which showed that ESBL-producing K. pneumoniae are actively disseminating in pigs and abattoir workers in Cameroon and are probably underestimated in the absence of molecular epidemiological studies. [2] The concomitant presence of genes encoding resistance to several antibiotic classes suggests that resistant commensal bacteria could contribute to the emergence/ dissemination of antibiotic resistance and represent a serious public health threat, as few therapeutic options remain available. The presence of IncFIB(K) and IncHI1B plasmid incompatibility groups highlights the horizontal transfer of resistance genes that may occur within and between commensal and pathogenic bacteria of the same species or genus. Detection of this ST has always prompted the implementation of stringent infection, prevention and control measures and ongoing surveillance of antibiotic resistance in hospital settings. Likewise, strict food safety measures should be implemented in the farm-to-plate continuum if we are to successfully contain the clonal spread of ESBL-producing K. pneumoniae in the food chain in developing countries, and especially in Cameroon.
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